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FIG.l 

1 ATGCTMCCTTCCCGTTGAGCCCGAGTrCGAGCAGGCCTACAAGGAGCTTGCGTCGACC 

************************************************ 

2 ATGCTAACCTTCCCGTTGAGCCCGAGTTCGAGCAGGCCTACAAGGAGCTTGCGTCGACC 
6 1 CTCGAGAACTCCACCCTCTTTGAGCAGCACCCTGAATACCGACGGGCTCTCCAGGTCGTC 

************************************************************ 

6 1 CTCGAGAACTCCACCCTCTTTGAGCAGCACCCTGAATACCGACGGGCTCTCCAGGTCGTC 
1 2 1 TCCGTTCCCGAGCGCGTTATCCAGTTCCGTGTCGTTTGGGAGAACGACAAGGGCGAGGTT 

************************************************************ 

1 2 1 TCCGTTCCCGAGCGCGTTATCCAGTTCCGTGTCGTTTGGGAGAACGACAAGGGCGAGGTT 
181 CAGATCAACCGCGGTTACCGTGTTCAGTTCAACTCCGCTCTCGGTCCCTACAAGGGTGGT 

************************************************************ 

181 CAGATCAACCGCGGTTACCGTGTTCAGTTCAACTCCGCTCTCGGTCCCTACAAGGGTGGT 
241 CTCCGTTTCCACCCCTCCGTCAACCTTTCTATCCTGAAGTTCCTTGGCTTCGAGCAGATC 

************************************************************ 

24 1 CTCCGT1TCCACCCCTCCGTCMCCTTTCTATCCTGAAGTTCCTTGGCTTCGAGCAGATC 
301 TTCAAAAATGCTCTCACAGGAC [ + Splicing site 

********************** 

301 TTCAAAAATGCTCTCACAGGACGTGCGTAACCGTTACTTCATTGGATGTTTGCCAAGAGT 
323 ► JTAAACATGGGTGGTGGCAAGGGTGGTTCCGACTTCGACCCCAAGG 

********************************************* 

361 ACTAATTGGTATTAGTAAACATGGGTGGTGGCAAGGGTGGTTCCGACTTCGACCCCAAGG 
368 GCAAGTCTGACTCTGAAATTCGTCGCTTCTGTACCGCTTTCATGACTGAGCTCTGCAAGC 

************************************************************ 

421 GCAAGTCTGACTCTGAAATTCGTCGCTTCTGTACCGCTTTCATGACTGAGCTCTGCAAGC 
428 ACATCGGCGCGGACACTGACCTTCCCGCTGGTGATATCGGTGTTACTGGCCGTGAGGTTG 

************************************************************ 

481 ACATCGGCGCGGACACTGACCTTCCCGCTGGTGATATCGGTGTTACTGGCCGTGAGGTTG . 
488 GTTTCCTTTTCGGCCAGTACCGCAGGATCCGCAACCAGTGGGAGGGTGTTCTCACTGGCA 

************************************************************ 

54 1 GTTTCCTTTTCGGCCAGTACCGCAGGATCCGCAACCAGTGGGAGGGTGTTCTCACTGGCA 
548 AGGGTGGCAGCTGGGGTGGTAGCTTGATCCGCCCTGAAGCCACTGGATACGGTGTTGTCT 

************************************************************ 

601 AGGGTGGCAGCTGGGGTGGTAGCTTGATCCGCCCTGAAGCCACTGGATACGGTGTTGTCT 
608 ACTACGTTCAGCACATGATCAAGCACGTTACCGGTGGAAAGGAGTCCTTCGCAGGCAAGC 

************************************************************ 

661 ACTACGTTCAGCACATGATCAAGCACGTTACCGGTGGAAAGGAGTCCTTCGCAGGCAAGC 
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668 GTCTC(K^CATCTCCGGCTCCGGTAACGTTGCCCAGTACGCCGCTCTCAAGGTCATCGAGC 

************************************************************ 

721 GTGTCGCCATCTCCGGCTCCGGTAACGTTGCCCAGTACGCCGCTCTCMGGTCATCGAGC 
728 TCGGTGGTTCCGTTGTCTCCCTTTCCGACTCCAAGGGCTCTCTCATTGTCAAGGATGAGT 

************************************************************ 

781 TCGGTGGTTCCGTTGTCTCCCTTTCCGACTCCAAGGGCTCTCTCATTGTCAAGGATGAGT 

788 CCGCTTCTTXCACCCCTGAAGAGATCGCCC 

84 1 CCGCTTCTTTCACCCCTGAAGAGATCGCCCTCATTGCCGACCTCAAGGTTGCCCGCAAGC 

848 AACTCTCCGAGCTCGCCACCTCCTCCGCTTTCGCC 

901 AACTCTCCGAGCTCGCCACCTCCTCCGCTTTCGCCGGCAAGTTCACCTACATCCCCGATG 

908 CTCGCCCTTGGACCAACATTCCCGGCAAGTTCGAGGTTGCTCTCCCTTCTGCCACTCAGA 

************************************************************ 

961 CTCGCCCTTGGACCAACATTCCCGGCAAGTTCGAGGTTGCTCTCCCTTCTGCCACTCAGA 

968 ACGMGTCTCCGGCGAGGM 

1021 ACGAAGTCTCCGGCGAGGAAGCCGAGCACCTCATCAAGTCCGGTGTCCGCTATATTGCTG 

1 028 AGGGTTCCAACATGGGTTGCACCCAGGCCGCCATCGACATCTTTGAGGCTCACCGCAACG 

************************************************************ 

1081 AGGGTTCCAACATGGGTTGCACCCAGGCCGCCATCGACATCTTTGAGGCTCACCGCAACG 

1 088 CCMCCCCGGCGATGCC^ 

1 141 CCAACCCCGGCGATGCCATCTGGTACGCCCCTGGTAAAGCCGCCAACGCTGGTGGTGTCG 

1 148 CCGTCTCTGGTCTTGAGATGGCTCAGAACTCTGCTCGTCTCTCCTGGACATCCGAGGAGG 

************************************************ 

1201 CCGTCTCTGGTCTTGAGATGGCTCAGAACTCTGCTCGTCTCTCCTGGACATCCGAGGAGG 
1 208 TCGATGCTCGCCTCAAGGGCATCATGGAGGACTGCTTCAAGAACGGTCTCGAGACTGCTC 

************************************************************ 

1 261 TCGATGCTCGCCTCAAGGGCATCATGGAGGACTGCTTCAAGAACGGTCTCGAGACTGCTC 

1 268 AGMOTCGCTACTCCTGCCM 

1321 AGAAGTTCGCTACTCCTGCCAAGGGCGTCCTGCCTTCCCTCGTCACCGGTTCCAACATTG 

1 328 CCGGTTTCACCMGGTCGC^ 

1381 CCGGTTTCACCAAGGTCGCCGAGGCCATGAAGGACCAGGGTGACTGGTGGTGA 
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1. / -HindHI marker 

2. Untransformed tomato no. 1 

3. Untransformed tomato no. 2 

4. pMAT037 no. 1 

5. pMAT037 no. 2 

6. pMAT037 no. 3 

7. AN-gdh-17 no. 6 

8. AN-gdh-17 no. 8-2 

9. AN-gdh-17 no. 15 

10. AN-gdh-17 no. 17 

11. lOObp marker 
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1. y -.ffindlll marker 

2. Untransformed tomato no. 1 

3. Untransformed tomato no. 2 

4. pIG121 no. 1 

5. pIG121 no. 2 

6. pIGl21 no. 3 

7. Tgdh-4 no. 2 

8. T-gdh-4 no. 7-2 

9. T-gdh-4 no. 9-2 

10. T-gdh-4 no. 10 

11. lOObp marker 
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1. 100 bp marker 

2. Untransformed tomato (lea 

3. AN-gdh-17 no. 6 (leaf) 

4. AN-gdh-17 no. 15 (leaf) 

5. AN-gdh-17 no. 6 (fruit) 
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1. 100 bp marker 2. Untransformed- tomato (L 

3. T-gdh-4 no. 2 (leaf) 4. 'Pgdh^ no. 7-2 (leaf) 

5. Tdgh-4 no. 9-2 (leaf) 6. T-gdh-4 no. 10 (leaf) 

7. T-gdh-4 no. 2 (fruit) 8. T-gdh-4 no. 7-2 (fruit) 

9. , Pgdh-4 no. 9-2 (fruit) 10. T-gdh-4 no. 10 (fruit) 
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FIG. 16 
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Lanes 

1. Non-transgenic tomato 

2. AN-gdh-17 No.l 

3. AN-gdh-17 No.3 

4. AN-gdh-17 No. 15 

5. AN-gdh-17 No.2.1 

A. Total DNA(15 /u g) was digested with BamHI and 
EcdBl. 



B. Total DNA(15 ju g) was digested with Xbal. 
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FIG.18 

Amino acid contents in fruits of the progenies (T\) of 
AN-gdh-17 gene introduced tomato transformants 
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FIG. 19 
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FIG.20 
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FIG.21 
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FIG.23 
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